Distribution of significant trans-eQTL in FVBBX tail epidermis. This figure plots the distribution of all eQTL measured in skin (≤ 5% FDR). Genomic location of SNPs across all chromosomes is plotted on the horizontal axis; location of probes is plotted on the vertical axis. No eQTL were calculated on the X or Y chromosomes. Solid vertical lines separate chromosomes. The dark line along the diagonal are putative cis-eQTL. Arrows indicate significant hot-spots (chi-squared test, Bonferroni correction for 223 tests). Total trans-eQTL count = 1034. (see Supplementary Tables 1,2 for specific chromosome and SNP breakdowns).
between the networks is that Lgr5 is more highly correlated with hair follicle keratins in the Lgr5-homozygous group. One possible explanation for this result is the overall much lower expression of hair follicle-related genes in SPRET/Ei tail RNA; hair follicle signaling may be attenuated in these animals, and animals receiving a SPRET/Ei allele have commensurately lower overall levels of hair follicle expression. This is compatible with the fact that these keratins have eQTL at the Chr 10:118 Mb. locus.
Supplementary Table 1
SNPs that are significantly frequent locations for trans-eQTL peaks in mouse skin. P-values from chi-squared test. This lists all SNPs with significant p-values after 0.05 Bonferroni corrected of an alpha level 0.05 for 223 tests. Total trans-eQTL count was 1034. Table 8 Genes differentially expressed between low-susceptibility mice (zero papillomas at 20 weeks) and high-susceptibility mice (eight or more papillomas at 20 weeks). Genes listed first with gene symbol on a white background are higher in mice with eight or more papillomas; genes listed later on a green background are lower in that group (i.e. have inverse directionality with papilloma number). 
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